: The observed SAXS scattering, and the corresponding Guinier plot and Kratky plot for (A) Mex67 LRR-NTF2L :Mtr2 and (B) Mex67 ∆UBA :Mtr2. In both cases, the Guinier plot (as generated by AUTORG using Primus) was linear, consistent with the samples used to obtain the profiles not bing affected by protein aggregation. Both Kratky plots display the characteristic bell-shaped curve suggesting that the protein is a folded molecule. Supplementary Figure S2: (A) Simulated-annealed OMIT maps, contoured at 1 σ, calculated for the crystal structure of Mex67 ∆UBA :Mtr2. The map generated around each RRM domain containing chain is shown. Continuous electron density was observed for chains G and J, but that for chains A and D was somewhat weaker. (B) Detailed view of the simulated-annealled OMIT map in the region between α2 and β4 of the RRM domain. Supplementary Figure S3: (A) Structural alignment of the LRR domains from S. cerevisiae Mex67 (PDB ID: 4WWU, blue), C. thermophilum Mex67 (PDB ID: 4WP6, red), and H. sapiens NXF1 (PDB ID: 3RW6, yellow). (B) Table summarizing the structure based sequence identity and the Cα-RMSD between the three LRR domains shown in panel A. The numbers of residues used for the alignment are given in parentheses. The structure-based sequence alignments were calculated using the DaliLite server (1), whereas the Cα-RMSDs were calculated using the super command in PyMol using default settings. (C) Schematic illustration of the secondary structure elements present in the three LRR domains. Regions of disorder are depicted as broken red lines.
